Biotic interactions are expected to play a major role in shaping the dynamics of ecological systems. Yet, quantifying the effects of biotic interactions has been challenging due to a lack of appropriate methods to extract accurate measurements of interaction parameters from experimental data. One of the main limitations of existing methods is that the parameters inferred from noisy, sparsely sampled, nonlinear data are seldom uniquely identifiable. That is, many different parameters can be compatible with the same dataset and can generalize to independent data equally well. Hence, it is difficult to justify conclusive assertions about the effect of biotic interactions without information about their associated uncertainty. Here, we develop an ensemble method based on model averaging to quantify the uncertainty associated with the effect of biotic interactions on community dynamics from non-equilibrium ecological time-series data. Our method is able to detect the most informative time intervals for each biotic interaction within a multivariate time series and can be easily adapted to different regression schemes. Overall, this novel approach can be used to associate a time-dependent uncertainty with the effect of biotic interactions. Moreover, because we quantify uncertainty with minimal assumptions about the data-generating process, our approach can be applied to any data for which interactions among variables strongly affect the overall dynamics of the system.
Introduction
Biotic interactions are important regulators of the dynamics of natural systems [1] [2] [3] [4] [5] . For example, interactions between primary producers in the ocean can alter the chemistry of their environment [6] . Similarly, microbial interactions influence evolutionary responses to new environments [7] , and facilitate emergent phenomena such as interaction-induced production of metabolites [8] . Yet, the relative importance of the effects of biotic and abiotic factors on community dynamics still remains a matter of debate [9] [10] [11] .
One of the main limiting factors in our understanding of the effects of biotic interactions on community dynamics is that, contrary to abiotic parameters, reliable experimental measurements of biotic parameters are seldom available [12, 13] . Hence, a large number of data-driven statistical methods have been proposed to infer the effect of biotic interactions on community dynamics from species abundance data [14] [15] [16] [17] [18] . Broadly speaking, these methods can be divided into three categories: (i) statistical or mechanistic parametric approaches, (ii) nonparametric approaches based on correlations and co-occurrence of species (or taxa) in several equilibrium samples [19] [20] [21] , and (iii) data-driven non-parameteric approaches based on the theory of nonlinear state-space reconstruction [17] .
The first two approaches have presented a number of limitations: models are either too simplistic to capture the true dynamics (small deviations from the assumed to the true model can have significant impacts on the inference outcome [22] ) or too complex to be structurally identifiable (i.e. it is not possible to associate a unique value with the model parameters from empirical measurements) [23] [24] [25] [26] . Similarly, correlation-or co-occurrence-based approaches have & 2018 The Author(s) Published by the Royal Society. All rights reserved. long being criticized for not being able to capture causation [22] , and for being prone to identify mirage correlations ubiquitous in nonlinear systems [17] .
Instead, non-parametric state-space approaches based on attractor reconstruction have offered a promising alternative [17] : they do not require linear equilibrium or mechanistic assumptions, and their parameters (used as a proxy for the effects of biotic interactions on community dynamics [15, 17, 22] ) are structurally identifiable. However, structural identifiability does not imply that parameters can be uniquely identified given that noise, missing data or sampling rates in empirical data can introduce confounding effects [27] . Specifically, distinct sets of parameters can be equally compatible with the observed data and can be used to construct models that generalize equally well on independent data, even if the model parameters themselves are structurally identifiable. Hence, there is unavoidable uncertainty associated with the parameters inferred from empirical data that, if caused by the data-collection process or inherent to the data-generating process, cannot be avoided regardless of the inference method used [27, 28] .
Importantly, uncertainty on inferred parameters (the existence of more than one single explanation of the empirical data) translates into an uncertainty of the scientific conclusions that are drawn based on them. This may have significant consequences when, for example, conclusions are used to inform policy [29] , to develop novel drugs [30] or to validate theories [11] . Yet, current non-parametric state-space approaches do not provide a methodology to quantify the level of uncertainty associated with the inferred interactions, or a measure of how this uncertainty changes in time when dynamics are nonlinear and interactions are time dependent [17] . To fill this gap, we develop a methodology to associate an uncertainty level with the temporal effect of biotic interactions on community dynamics when inferred from multivariate nonlinear time-series data using non-parameteric approaches.
Following our proposed methodology, we assess temporal variations of uncertainty about the effect of biotic interactions on community dynamics by measuring how many different explanations (sets of parameters) are equally compatible with the same observational data at any given point in time. To validate our methodology, we study a chaotic synthetic time series for which we know the ground truth and use it to test the validity of the methodology. Then, as a case study, we investigate the uncertainty associated with the effect of biotic interactions in a marine microbial community from two independent datasets: the Bermuda Atlantic time series (BATS) and the Hawaii ocean time series (HOTS).
Methods

Background
Throughout this work, we assumed that data are non-equilibrium time series of species abundances generated by nonlinear population dynamics models of the form
where F is an unknown and unspecified vector field (defining the dynamics of the system), x [ R d is the state vector (e.g. the abundances of d species) and b [ R q are the q parameters of the model (e.g. the birth and death rates of species). Importantly, the vector field (or model) F does not need to be purely deterministic, but we assumed the existence of a manifold attractor [31, 32] . That is, (2.1) has a steady state (e.g. chaotic, fixed point, limit cycle) to which any initial trajectory converges (this is the only assumption on the data-generating process).
Here, the goal is to infer the Jacobian (J ) of F from a realization of (2.1), and to associate an uncertainty level with its coefficients. Then, following standard approaches in population dynamics [15, 17, 33] , we used the Jacobian matrix of F as an approximation for the local effect of biotic interactions on the dynamics of (2.1). In fact, the Jacobian matrix (which is formally the matrix of partial derivatives of the vector field F with respect to the state variables x) provides an estimate of the local change of growth rate of a species as a result of a change in the abundance of another species [17] .
Because ecological time series are rarely at equilibrium [33] , Jacobian coefficients are state-space dependent. Hence, both their values and their associated uncertainty are a function of the state of a system. Time-varying Jacobian coefficients can be inferred from non-equilibrium time-series data using either parametric or non-parametric approaches. Using parametric approaches, the Jacobian coefficients are computed analytically from an assumed model after inference of its parameters (performed using, for example, state-space Bayesian approaches or Kalman filters [34] [35] [36] [37] ). Using non-parametric approaches, the Jacobian coefficients are inferred directly from the data with minimal assumptions (such as stationarity and distribution of the noise) on the data-generating process [17, [38] [39] [40] . Because true equations for population dynamics (and other complex interacting systems) are rarely known [41] , here we inferred Jacobian coefficients using non-parametric approaches. Specifically, we used the S-map algorithm [32] , which has been shown to outperform other existing methods for Jacobian inference [17] .
Statistical inference of the effect of biotic interactions from multivariate time series
The S-map is a weighted local regression model [17] . The weights are state-space-dependent kernel functions. To limit potential problems of overfitting and singularities in the regression procedure of the S-map, we imposed an elastic-net regularization function-a convex mixture of L 1 and L 2 penalty terms [42, 43] . Specifically, for each point X * on the manifold attractor (i.e. for each t * [ f1, . . ., ng with n number of observations) and for each i [ f1, . . ., dg (with d number of dimension of the system, i.e. number of species), we solved the following minimization problem:
In the above equation, J i is row i of the Jacobian J and X is an (n 2 1) Â d data matrix where the point removed from the data matrix is the target point x(t * ). Note that for the analysis of empirical data, where the true dimension of the attractor is unknown, d is not necessarily equal to the number of observed species in the system but to the number of species plus an embedding. In addition, Y i is the variable to be predicted (i.e.
is a kernel function, and l and a are two regularization parameters. The coefficients J i that minimize (2.2) are the rows of the Jacobian matrix-vectors on the tangent space of the manifold attractor of the data-generating process (i.e. (2.1)). That is, (2.2) provides the parameters of the linearization of the dynamics along each point on the manifold attractor. This linearization depends upon the curvature of the attractor at each point through the kernel function. Motivated by the analysis of chaotic time series [32] , a typical choice for the entries K(x, x Ã , u) of the kernel matrix (K) is an exponentially decaying function with a tuning parameter u (chosen with cross-validation) that sets the level of nonlinearity of the fit
where x* is the target point and d is the average distance of each point x to x*. Note that the parameter u measures the nonlinearity of F [32] . The choice of the kernel function (e.g. tri-cubic or Epanechnikov kernel) is not unique but depends on the structure of the time series. Recent work has shown that the S-map provides a good approximation of the Jacobian coefficients in nonlinear dynamical systems [17, 33] .
It is important to note that the solution of (2.2) is unique for any given set of l, a, and kernel parameters. Indeed, (2.2) is a strictly convex problem for any a . 0 [42] . Hence, the parameters inferred using the regularized S-map are structurally identifiable and their optimum value can be found, for example, by means of crossvalidation [44] . However, the existence of a unique minimum of the loss function (2.2) is a weak condition for identifiability. In fact, while cross-validation applied to a strictly convex loss function selects one single model, the training-error and validation-error landscapes of (2.2) can be degenerate around the minimum error. That is, generally, different sets of l, a, and kernel parameters can provide solutions (inferred parameters) with validation and training errors close to the minimum. However, as we will see in the next section, it cannot be guaranteed that degeneracy in training and validation errors necessarily translates into a degeneracy of the inferred parameters. Hence, different sets of parameters may explain the observational data equally well, leaving the uncertainty of which set of parameters to choose as a true explanation of the data. In the next section, we develop an algorithm to associate an uncertainty level with the Jacobian coefficients inferred from the S-map for each point along the manifold attractor.
A model average algorithm to associate an uncertainty level with the effect of biotic interactions
To associate an uncertainty level with the Jacobian matrix of (2.1) inferred from the S-map at any given time t, we proposed an algorithm based on model averaging. Specifically, for each point in time, we fixed the ratio a of L 1 to L 2 norms and solved (2.2) using leave-one-out cross-validation. Then, we changed a and solved again (2.2). We repeated this for a [ [0, 1] with steps of da ¼ 0.01. From this ensemble of solutions (i.e. ensemble of Jacobian coefficients), we selected the subset M of parameters that can be used to construct local linear models that exhibit minimum training and test errors (within a threshold that we fixed at 95% of the minimum training and test error, respectively). If the intersection is empty, we only considered models with optimum test error. This selection procedure allowed us to discard parameters (and therefore models) that either do not fit or overfit the data. The fitting procedure above has a Bayesian interpretation. In fact, a particular choice of a in (2.2) corresponds to the assumption of a specific prior distribution on the parameters [42, 43] . Then, the subset M is an ensemble of models equally compatible with the observed data, but with both prior and posterior distributions of the parameters that are not necessarily the same. In other words, we assumed uncertainty on the prior distribution of the parameters, which is translated into an uncertainty in the posterior. Finally, from the optimal ensemble of parameters M, we calculated an expected value of the Jacobian coefficients with a weighted average of the parameters in the ensemble (i.e. L m ):
Note that the choice of the weights is arbitrary. For example, in a Bayesian framework, one typically includes in the weighted average all the models and uses the posterior probability of each model as weight [44] . Instead, in an information-theoretic framework, one can use the likelihood of a model given the data applying any information-theoretic measure, such as Akaike's information criterion [45] . Here, we restricted the weighted average to the subset M. We assumed that the weights are proportional to the probability that the model explains the data using a normalized fraction of explained variance in the training set (recall that we have already selected those models with optimal generalization skills). This procedure allowed us to take into account all the best solutions of (2.2) in the computation of the effect of biotic interactions, and to discard solutions that either do not explain the data or generalize poorly on independent data. Using the weighted average, we constructed a new Jacobian matrix at each time t as
Note that while the training and test errors in the ensemble are all approximately the same, the coefficients over which we averaged can be significantly different. An important advantage of computing the Jacobian from an ensemble of models is that we can associate an uncertainty level with the elements of J . That is, we can compute the standard errors of the Jacobian coefficients and use them to construct confidence intervals. Then, using these errors, one can associate an uncertainty level with any quantity expressed as a function of the Jacobian elements (e.g. eigenvalues, Lyapunov exponents). In the following, we used the coefficient of variation (i.e. standard deviation over the mean) in order to compare the uncertainty across Jacobian coefficients with different means. It is important to stress that the coefficient of variation cannot be used to construct confidence intervals, but it provides a more intuitive measure about how many different explanations (Jacobian coefficients) are compatible with the same dataset. Figure 1 shows a schematic of the proposed methodology. In the next sections, we describe the application of our methodology on synthetic and empirical time-series data.
Analysis of synthetic time-series data
Firstly, we tested our approach on synthetic data for which we know the ground truth of the Jacobian coefficients. As an illustrative example of nonlinear dynamics, we generated synthetic data using a chaotic four-species Lotka-Volterra population dynamics model
where r is a vector of intrinsic growth rates and A is the interaction matrix. Following previous work [46] , we set the parameters used to generate chaotic trajectories from (2.5). To mimic sparsity in the time series, we sampled data every 200 data points after a numerical integration of (2.5). Then, we compared the parameters inferred using (2.2) and the model-averaging method with the analytical Jacobian of (2.5) computed at each point along the manifold attractor. To perform this analysis, we fixed the length of the training set to 100 data points and the length of the test set to 10 data points. The number of data points is chosen according to the standard length of ecological time series. To obtain reliable statistics, we repeated this process for 20 randomly sampled time intervals of the generated time series. Finally, we explored how the uncertainty level associated with different parameters changes in time from this purely deterministic nonlinear dynamical system.
Analysis of empirical time-series data
To illustrate the applicability of our methodology, we performed our uncertainty analysis on the effect of biotic interactions from two empirical datasets. In both datasets, we focused on the upper layer of the ocean, i.e. from the surface to a depth of 50m, which is the region of the ocean dominated by high light-adapted clades of Prochlorococcus (i.e. eMIT9312 and eMED4) [47] . After sub-setting the data within this region, we aggregated the collected variables (i.e. abundance of species and environmental parameters) and excluded the remaining missing points. This subdivision of data yielded a time series of 30 data points for the Bermuda dataset, out of which 28 were used for training and two for testing. Similarly, this subdivision yielded a time series of 93 data points for the Hawaii dataset, out of which 91 were used for training and two for testing.
Using the pre-processed data, we performed a variable selection: we standardized variables to have zero mean and unitary variance in the training set. Following standard approaches, we standardized the test set using the mean and variance of the original training set [48] . Then, we performed a causality test to Figure 1 . Schematic picture of the proposed ensemble methodology used to associate a level of uncertainty with the effects of biotic interactions. Based on a multivariate time series (a), we inferred the Jacobian matrices at each point x(t i ) of a training set (light blue) on the manifold attractor M. The quality of the model is then tested on an independent test set (dark red). We used (2.2) to perform the inference of the Jacobian coefficients. Then, we repeated the inference by changing the ratio a of L 2 to L 1 norms and running cross-validation to select the optimal l and bandwidth of the kernel. This generated an ensemble of optimal models, from which we selected those with the best performance on the training and test sets-i.e. minimum e(a i ) within a threshold (coloured squares in (b)). Finally, using these time series of Jacobians (one for each model in the intersection (c)), we computed their weighted average, standard error and coefficient of variation (d ).
rsif.royalsocietypublishing.org J. R. Soc. Interface 15: 20180695 reduce the risk of including spurious correlations and to select a model system within which variables were causally related. Specifically, we used a convergent cross-mapping (CCM) test [49] . Using this new subset of variables, we selected the kernel function (from a list of exponential, Epanechnikov, tri-cubic and Matern), the combination of predictors, and the time lags (i.e. embedding dimension) that maximized the out-of-sample forecasting skills of the regularized S-map (2.2). We measured the forecasting skills by the root mean squared error (RMSE), which we compared against the RMSE of the naive forecast (i.e. the forecast that assumes that the variables on the test set are equal to the last point in the training set [48] ). Finally, we ran the same analysis described in the previous sections to analyse the uncertainty level associated with the effect of biotic interactions (Jacobian coefficients) for these two microbial communities.
Results
Analysis of synthetic data
We tested our proposed methodology on a (synthetic) chaotic time series. We found that, for this particular time series, our model-averaging method provides a better inference of the Jacobian coefficients than simple cross-validation. We measured the quality of the inference using the Pearson correlation coefficient [32] between inferred and analytical Jacobians (see electronic supplementary material, figures S1 and S2). Then, we looked at the distribution of the coefficient of variation of the Jacobian coefficients within the ensemble of optimum models (recall that, as discussed in the Methods section, we look at the coefficient of variation to fairly compare uncertainty across coefficients with different means)
. Surprisingly, figure 2a shows that, while the value of some elements of the Jacobian matrix was consistently estimated across each model in the ensemble (i.e. we observed a small coefficient of variation), the value of other coefficients changed significantly from model to model (i.e. large coefficient of variation). These findings reveal that not all the inferred effects of biotic interactions (Jacobian coefficients) can be equally trusted [24, 50] . Recall that we are inferring coefficients from a purely deterministic, noise-free, time series. Hence, this effect is not due to the quality of the data, but to intrinsic properties of the dynamics. Moreover, we found that the uncertainty level associated with the elements of the Jacobian matrix changes in time. For example, figure 2b shows how the uncertainty level associated with the least consistently inferred Jacobian coefficients changes along each of the points on the manifold attractor. In this figure, one can observe regions of small uncertainty (i.e. small coefficients of variation) followed by peaks of strong uncertainty (i.e. large coefficients of variation). These findings suggest that the inferred effects of biotic interactions can be trusted more in certain periods of time than in other periods. This also suggests that our method can be used to detect when the data are more informative about the inferred effects of biotic interactions. Figure 2 . Uncertainty analysis on synthetic data. The figure illustrates that the uncertainty level associated with the Jacobian coefficients of nonlinear time series exhibits a strong time dependency even in a perfect deterministic setting. (a) The distribution of the coefficient of variation of the Jacobian coefficients. We used the coefficient of variation to compare the level of uncertainty across coefficients with a different mean. The distribution is computed for each element of the Jacobian over the time interval of the training set. The coloured labels correspond to the four elements with the largest coefficients of variation. For these four elements, panel (b) shows how their uncertainty level changes across time, i.e. it is weak or strong depending on the position on the manifold attractor. Focusing on the BATS dataset, the CCM test showed a significantly low causal relation between Prochlorococcus and nanoeukaryotes, as well as between picoeukaryotes and nanoeukaryotes. The strongest causal relation was found within the sub-system made up of Prochlorococcus, Synechococcus and picoeukaryotes. Electronic supplementary material, figure S3 , shows the CCM analysis. Using the time series of Prochlorococcus, Synechococcus and picoeukaryotes, the model system with the smallest out-of-sample forecast error (RMSE test,smap ¼ 0.17, RMSE test,naive ¼ 0.31) was found for exponentially decaying kernels and a combination of Prochlorococcus (one time lag or embedding dimension E ¼ 1) and picoeukaryotes (two time lags). We excluded the abundance of Synechococcus from our analysis since adding it as a predictor variable (with a suitable change in the embedding dimensions) increased both the inand out-of-sample errors of Prochlorococcus and picoeukaryotes. Using this two-species model system, we inferred the interactions using (2.2) and the procedure described in §2. This resulted in an ensemble of 21 models with the lowest test and training errors (R 2 training 0:82), which were used for the uncertainty analysis. Figure 3a shows the distribution of the coefficient of variation of the Jacobian coefficients of this two-species model system. Similar to the results shown for the synthetic data, we found results consistent with theoretical expectations. Specifically, some Jacobian coefficients (effect of biotic interactions on community dynamics) are inferred with more confidence than others. Moreover, in line with the results of the analysis on synthetic data, the uncertainty level associated with each coefficient also changed across time. That is, there were regions of the manifold attractor of this model system in which all Jacobian coefficients had equally low uncertainty (resulting in a strong confidence about the selected average model), and other regions in which some coefficients had large uncertainty ( providing a low confidence) (figure 3c). Electronic supplementary material, figure S5 , shows the Jacobian coefficients with confidence intervals constructed using the standard error.
Hawaii ocean time series.
Shifting our focus to the HOTS dataset, we centred our uncertainty analysis on the interactions between Prochlorococcus and picoeukaryotes in order to compare their effects against the BATS dataset. In this time series, the causal relation of the two phytoplankton species (computed with the CCM test) was significantly lower than in the BATS dataset. Nevertheless, this model system provided the best out-of-sample forecast (RMSE test,smap ¼ 0.17, RMSE test,naive ¼ 0.92), which was found for an embedding dimension (time lag) of E ¼ 2 for each variable using a tri-cube kernel function [44] . The maximum explained variance in the training set was R 2 training 0:7. This resulted in an ensemble of eight optimal models, which were used for the uncertainty analysis. Figure 3b shows the distribution of the coefficient of variation of the Jacobian coefficients of this two-species model system. Different from the BATS dataset, most of the Jacobian coefficients have a significantly low level of uncertainty. Specifically, only the effect of Prochlorococcus on picoeukaryotes exhibited a large coefficient of variation, but because this coefficient is very close to zero the actual standard error is very low. Additionally, figure 3d shows that, contrary to the BATS dataset, the temporal pattern of uncertainty on the coefficients was relatively homogeneous across time. Electronic supplementary material, figure S6 , shows the Jacobian coefficients with confidence intervals constructed using the standard error.
Finally, we observed that the temporal pattern of uncertainty did not change dramatically when we included additional variables in the regression analysis. For example, in electronic supplementary material, figure S4 , we show that the distribution of the coefficient of variation of only one of the Jacobian elements changed significantly by adding the abundance of Synechococcus. Recall, however, that Synechococcus was excluded from the original analysis because its inclusion reduced the performance on both the training and test sets.
Conclusion
Understanding the effects of biotic interactions on community dynamics has been challenging because of the difficulty in accurately estimating interaction parameters and their associated uncertainty from empirical observations. To tackle this problem, standard approaches have used conditional leastsquares estimates of MAR(1) parameters as a proxy for biotic interactions, and have used either parametric bootstrapping or profile likelihood methods to estimate their uncertainty [15, 51] . However, because these approaches rely on equilibrium assumptions and equilibrium dynamics are rarely observed in natural ecosystems [32, 33, 41, 49, 52, 53] , their applicability on empirical data has been limited. Similarly, other approaches have used non-parameteric estimates of Jacobian coefficients as a proxy for the effects of biotic interactions on community dynamics [17, 38] . However, while these approaches can deal with non-equilibrium dynamics, they lack a consistent framework for quantifying the uncertainty associated with their results.
To address the limitations above, here we have developed a novel data-driven approach based on model averaging to quantify the uncertainty level associated with the local effect of biotic interactions (Jacobian coefficients) on community dynamics across time from a multivariate nonlinear time series. We have quantified the uncertainty of these interactions based on the number of equally valid explanations compatible with a particular dataset. Importantly, the confidence intervals constructed using our approach, which is local in time, are time dependent (see electronic supplementary material, figures S5 and S6). This is an important advantage because, even in the presence of noise, strong nonlinearities or poor quality of the data, our approach provides a clear intuitive methodology to identify regions of the data that are strongly identifiable and from which conclusions can be asserted with stronger confidence.
We have found three main results derived from our proposed methodology. Firstly, by averaging out different posterior distributions, our methodology can provide better inference of the effects of biotic interactions than previous methodologies [17] (see electronic supplementary material, figures S1 and S2). Note that the inference quality of our methodology, or any other statistical inference algorithm, cannot be tested from empirical data as the ground truth is unknown. Cross-validation provides a means to choose a particular set of parameters, but low validation errors do not necessarily guarantee a good accuracy on the inferred parameters as inferring and forecasting are two separate tasks [48, 54] .
Secondly, using two marine microbial communities as case studies, we have found that the uncertainty associated with the effect of biotic interactions changes significantly across time ( figure 3a,b) . Moreover, we have shown that different interactions can have significantly different levels of uncertainty. This result implies that, while some of the single interactions can be trusted, the whole Jacobian matrix can have a large associated uncertainty. In fact, we have shown that this can also be true for noise-free synthetic datasets (figure 2). This is an important point to bear in mind because if the aim of a study is, for example, to investigate the stability of a community from the inferred Jacobian matrix [15, 33] , then even a small uncertainty associated with an element of the Jacobian can translate into a large uncertainty on its eigenvalues (see electronic supplementary material, figures S7 -S9).
Thirdly, we have found that in both synthetic and empirical time series the pattern of uncertainty can be considerably different across time. These differences happen within the same model system sampled at different locations and at different time scales. Hence, our method can also be used to choose from a number of datasets the one from which parameter inference is more reliable.
Overall, we have proposed a methodology to associate a level of uncertainty with Jacobian coefficients of nonlinear systems inferred from empirical data. As a case study, we have analysed data from population biology for which Jacobian coefficients can be used as a proxy for the local effect of biotic interactions on the dynamics of the community. However, because our approach only relies on the assumption that data are generated by processes that are not purely stochastic, it can be of practical use for other disciplines where time-series data are expected to align with this assumption, such as in finance or economics.
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